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Abstract
The combination of sucrose and starch in the presence of surface-adsorbed salivary a-amylase and bacterial
glucosyltransferases increase the formation of a structurally and metabolically distinctive biofilm by Streptococcus mutans.
This host-pathogen-diet interaction may modulate the formation of pathogenic biofilms related to dental caries disease.
We conducted a comprehensive study to further investigate the influence of the dietary carbohydrates on S. mutans-
transcriptome at distinct stages of biofilm development using whole genomic profiling with a new computational tool
(MDV) for data mining. S. mutans UA159 biofilms were formed on amylase-active saliva coated hydroxyapatite discs in the
presence of various concentrations of sucrose alone (ranging from 0.25 to 5% w/v) or in combination with starch (0.5 to 1%
w/v). Overall, the presence of sucrose and starch (suc+st) influenced the dynamics of S. mutans transcriptome (vs. sucrose
alone), which may be associated with gradual digestion of starch by surface-adsorbed amylase. At 21 h of biofilm formation,
most of the differentially expressed genes were related to sugar metabolism, such as upregulation of genes involved in
maltose/maltotriose uptake and glycogen synthesis. In addition, the groEL/groES chaperones were induced in the suc+st-
biofilm, indicating that presence of starch hydrolysates may cause environmental stress. In contrast, at 30 h of biofilm
development, multiple genes associated with sugar uptake/transport (e.g. maltose), two-component systems, fermentation/
glycolysis and iron transport were differentially expressed in suc+st-biofilms (vs. sucrose-biofilms). Interestingly, lytT
(bacteria autolysis) was upregulated, which was correlated with presence of extracellular DNA in the matrix of suc+st-
biofilms. Specific genes related to carbohydrate uptake and glycogen metabolism were detected in suc+st-biofilms in more
than one time point, indicating an association between presence of starch hydrolysates and intracellular polysaccharide
storage. Our data show complex remodeling of S. mutans-transcriptome in response to changing environmental conditions
in situ, which could modulate the dynamics of biofilm development and pathogenicity.
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Introduction
Dental caries continues to be the single most common biofilm-
dependent oral infectious disease worldwide [1]. Dental caries
result from the interaction of specific bacterial and salivary
constituents with dietary carbohydrates in biofilms tightly adherent
on the tooth surface [1,2]. Streptococcus mutans, a member of the oral
microbial community, plays a key role in modulating the transition
from non-pathogenic form to highly cariogenic biofilms [3],
although additional organisms may be also associated with this
ubiquitous disease (as reviewed in [4]). This bacterium is able to
thrive and compete in the complex biofilm microbiome, and
contribute to the pathogenesis of dental caries because it: (i)
effectively utilizes dietary sucrose to rapidly synthesize exopoly-
saccharides (EPS) through glucosyltransferases and a fructosyl-
transferase that adsorb to surfaces, (ii) adheres tenaciously to
glucan-coated surfaces, and (iii) is highly acidogenic and aciduric
[2,5].
Sucrose and starch, the main dietary carbohydrates in modern
societies, are potentially more cariogenic in combination than is
either alone, both in animals and humans [6–8]. Host salivary a-
amylases digest starches to maltose, maltodextrins and other
oligosaccharides and some of these starch hydrolysates can be
incorporated during glucan synthesis by glucosyltransferases (Gtfs)
via acceptor reactions [9,10]. More importantly, these host- and
bacterial-derived enzymes adsorb to the pellicle in active form
[10]. In the presence of sucrose and starch, surface adsorbed-GtfB
and -amylase acting in concert increase the synthesis of structurally
distinct glucans, which provide enhanced bacterial binding
(including S. mutans) to apatitic surfaces [10]. S. mutans has multiple
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hydrolysates (e.g. maltose and maltotriose) [11–13], which can
be further metabolized into acids [14].
Furthermore, we have collected evidence that the interaction of
sucrose and starch through surface-adsorbed salivary a-amylase
and Gtf enzymes (particularly GtfB) modulates in situ the
development of biofilms that are both structurally and metabol-
ically distinctive [15,16]. These interactions promote formation of
biofilms with elevated amounts of EPS and increased acidogenicity
[15] by up-regulating the expression of gtfB and msm operon genes
[15,16]. The gtfB gene (and its GtfB product) is a recognized
virulence factor associated with the pathogenesis of dental caries in
rodents and in humans [17,18]. Therefore, analysis of the
dynamics of transcriptomic responses of S. mutans to starch and
sucrose during the biofilm formation process would enhance our
understanding of the molecular mechanisms involved with the
biochemical and structural changes, and increased pathogenicity
observed previously [6–8,15,16].
In this study, we used a whole genomic profiling approach to
further characterize how S. mutans responds to this unique host-
pathogen-diet interaction at distinct time points over the course of
biofilm formation on a saliva-coated hydroxyapatite surface. In
addition, we developed a new software to analyze the microarray
data, focusing on how specific transcriptome changes may be
associated with enhanced biofilms accumulation, survival and
virulence of this pathogen.
Materials and Methods
Biofilm preparation
Hydroxyapatite discs (2.93 cm
2, Clarkson Chromatography
Products, Inc., South Williamsport, PA) were coated with
amylase-active, filter-sterilized clarified human whole saliva
(sHA) [15,16]. Our previous studies demonstrated that salivary
amylase adsorbed on the HA surface is most active during the first
48 h after pellicle formation, digesting about 50% of starch
available in the culture medium [15,16]. Biofilms of S. mutans
UA159 (ATCC 700610) were formed on sHA discs placed in a
vertical position in batch cultures at 37uCi n5 %C O 2, as described
elsewhere [19]. The biofilms were grown in ultrafiltered (10-kDa-
cutoff membrane; Prep/Scale, Millipore, MA) buffered tryptone
yeast-extract broth (UFTYE) at pH 7.0 [20], containing specific
concentrations of sucrose and/or starch (soluble starch 280%
amylopectin and 20% amylose; Sigma Chemical Company, St
Louis, MO). The concentrations of 0.5% sucrose, 0.5% sucrose
+1% starch and 1% sucrose were selected based on biochemical
and molecular analyses from our preliminary studies (see data in
Appendix S1) and previously published data [15,16,21]. The
biofilms were grown in batch cultures at 37uC in the presence of
5% CO2 for 44 h. During the first 20 h, the organism was grown
undisturbed to allow initial biofilm formation. The culture media
was replaced at 20 h and 30 h of biofilm formation. Biofilms were
analyzed by RT-qPCR at 21, 24, 30, 31 and 34 h, and by
biochemical assays at 30 and 44 h.
RNA isolation and RT-qPCR
RNA was extracted and purified from biofilms at distinct stages
of microcolonies development (21, 24, 30, 31, and 34 h) using
standard protocols [22]. The developmental stages of S. mutans
biofilms were characterized previously [21,23], which varies from
initial microcolonies assembly across the apatite surface (at 20 h)
to vertical growth and merging process followed by further
increase in size and thickness (from 20 to 30 h and beyond). All
purified RNAs presented RNA integrity number (RIN) $8.5
(Agilent 2100 electrophoresis bioanalyzer, Agilent Technologies,
Santa Clara, CA, USA). The reverse transcriptase PCR, and
quantitative amplification conditions were similar to those
described previously [20]. The primers were designed using
Beacon Designer 2.0 software (Premier Biosoft International, Palo
Alto, CA) (see Table 1).
Briefly, cDNAs were synthesized using the BioRad iScript
cDNA synthesis kit (Bio-Rad Laboratories, Inc., CA). To check for
DNA contamination, purified total RNA without reverse tran-
scriptase served as a negative control. The resulting cDNA and
negative controls were amplified by a MyiQ qPCR detection
system with iQ SYBR Green supermix (Bio-Rad Laboratories,
Inc., CA, USA) and specific primers. A standard curve was plotted
for each primer set, as described elsewhere [20]. The standard
curves were used to transform the quantification cycle (Cq) values
to the relative number of cDNA molecules. Relative expression
was calculated by normalizing each gene of interest to the
reference gene 16S rRNA [20].
Microarray experiments
Whole genomic profiling was conducted using S. mutans UA159
microarrays provided by the J. Craig Venter Institute (JCVI).
Details about the arrays are available at http://pfgrc.jcvi.org/
index.php/microarray/array_description/streptococcus_mutans/
version1.html. The biofilms were grown in the presence of 0.5%
sucrose, 0.5% sucrose +1% starch, and 1% sucrose, and the RNA
was extracted and purified at selected time points (21, 24, 30 and
34 h) [22]. A reference RNA prepared from a single large-scale
culture (1 liter) of S. mutans UA159 cells that had been grown in
BHI broth to an optical density of 0.5 at 600 nm (mid-exponential
growth phase) was used in every experiment [24]. The reference
RNA was purified as described by Cury and Koo [22], aliquoted,
and stored at 280uC. The use of reference RNA as a
normalization tool in microarray experiments reduces bias due
to dye incorporation, eliminate the need for dye swap, and can be
used for multiple comparisons as detailed elsewhere [25]. The
experimental and reference RNAs were used to generate cDNA
according to the protocol provided by JCVI at http://pfgrc.jcvi.
org/index.php/microarray/protocols.html. Purified experimental
cDNAs were coupled with indocarbocyanine (Cy3)-dUTP, while
reference cDNA was coupled with indodicarbocyanine (Cy5)-
dUTP (Amersham Biosciences, Piscataway, NJ). Hybridizations
were carried out using the MAUI hybridization system (BioMicro
Systems, Salt Lake City, UT). The slides were then washed
according to JCVI protocols and scanned using a GenePix scanner
(Axon Instruments Inc., Union City, CA) at 532 nm (Cy3 channel)
and 635 nm (Cy5 channel).
Microarray data analysis
After the slides were scanned, single-channel images were
loaded into JCVI Spotfinder software (http://www.tm4.org/
spotfinder.html) and overlaid. A spot grid was created according
to JCVI specifications and then manually adjusted to fit all spots
within the grid. The intensity values of each spot were measured
and saved into ‘‘.mev’’ files. Data were normalized using
LOWESS and standard deviation regularization with default
settings, followed by in-slide replicate analysis using the JCVI
microarray data analysis software MIDAS (http://www.tm4.org/
midas.html). Spots that were flagged as having either low intensity
values or low signal saturation were automatically discarded. The
statistical analysis was carried out using BRB-ArrayTools (http://
linus.nci.nih.gov/BRB-ArrayTools.html) with a cutoff P value of
0.001 for class prediction and P value of 0.001 and 0.01 for class
comparison, both paired. A total of 4 microarray slides pairs were
S. mutans Transcriptome
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analyzes were: A) 0.5% sucrose +1% starch versus 1% sucrose;
B) 0.5% sucrose +1% starch versus 0.5% sucrose; and C) 0.5%
sucrose versus 1% sucrose. Thus, 3 sets of data were obtained for
each time point.
Microarray data organization and time course analysis
Due to the complexity of data analyses (sugar concentration and
temporal effects), we designed a data mining and organization
software named ‘‘Microarray Data Visualizer (MDV)’’ to process
the BRB data files. The MDV software was written in Python
language, and its GUI part was created with the TKinter GUI
toolbox. This tool allows users to: 1) input experimental data to a
locally installed MDV; 2) perform a variety of set functions, such as
mapping GO numbers, functional class, gene names and pathways
for each annotated gene; 3) select groups of genes based on their
expression in different conditions; and 4) export results to MS
Excel. In addition, all parameters are fully adjustable. The beta
release of this tool can be downloaded from the LANL Oralgen
site (http://www.oralgen.lanl.gov/). The annotation file of the
microarray slides comes with a Unique ID (GenBank Locus Tag
number) and description. However, to better understand the
biological role of the differentially expressed genes (and correlate
with published data), the addition of gene names and the
functional class of these genes would be helpful. In this context,
the MDV can create additional parameters such as gene name and
functional class, and also uses Venn diagram analysis approach to
facilitate hypothesis-driven data organization. The use of Venn
diagram assisted us in selecting the genes that were detected as
differentially expressed for the comparison A (0.5% sucrose +1%
starch versus 1% sucrose) and B (0.5% sucrose +1% starch versus
0.5% sucrose), excluding those genes that were detected in the
comparison C (0.5% sucrose versus 1% sucrose) (which are not
related to starch+sucrose effects). A similar approach was
performed for time course analysis to check whether the genes
detected in one time point were also detected in other time points
evaluated. The files generated by MDV analysis were exported to
MS Excel and a cutoff for fold of change of $1.8 and #0.6 was
applied, which correlates well with RT-qPCR validation process
based on preliminary experiments.
Validation of microarray data
Standard RT-qPCR and specific biochemical assays were used
to validate the microarray data.
Effect of DNAse I on biofilm biomass. S. mutans biofilms
were formed on sHA as described above. After 30 h of biofilms
Table 1. Primers used in this study for RT-qPCR.
GenBank Locus Tag Gene Name Primer Sequence (forward and reverse)
16S rRNA ACCAGAAAGGGACGGCTAAC
TAGCCTTTTACTCCAGACTTTCCTG
SMU.1004 gtfB AGCAATGCAGCCAATCTACAAAT
ACGAACTTTGCCGTTATTGTCA
SMU.1568 malE CTATTACCAGCAAGGCAAC
ACACCAGCATCATTTCCC
SMU.576 lytT TGGCAAGACAAGAGTTAA
GCTAATATCTTCAGCTTCAA
SMU.1423 pdhA ATGCCAAACTATAAAGATTTAC
TCTTGGGCTTCAATATCT
SMU.1571 msmK CCTTTATATTGATGATAAACTCA
CATATTTTCATAAACGCTCAT
SMU.103 sorA ATAACAGGAATGAACTTACC
ATTTACATACACTAATGATGAAC
SMU.1596 celD GCTGTCATTATTCGCTTT
CAAATCGAGTAACACCATTA
SMU.1665 livF AAGTCGTTTCTCTTATTGG
TTAATTTCCCCTGAACTTG
SMU.1489 lacX TCCTGACAAAGAAATGCTGATG
ACCTGATACTCTGTGCGAATAG
SMU.876 msmR TCACTTAGAAGAGAGCAATAGC
AACTGCCATACTGCGAATG
SMU.1528c atpD GGCGACAAGTCTCAAAGAATTG
AACCATCAGTTGACTCCATAGC
SMU.1955 groES GAAAGAAGAAAAGGAACAAAC
CACCAACAGCTACTACTT
SMU.1561 trkB CTTATGTGGCTAAGCAATT
CTCCATGTAAGACCTCAG
doi:10.1371/journal.pone.0013478.t001
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not) with 50 U/ml DNAse I (TURBO DNase, Ambion, TX). At
the end of the experimental period (44 h), biofilms were removed
and homogenized by sonication, and aliquots were taken to
determine biomass (dry-weight) and microbial counting [26]. The
sonication procedures provide homogeneous suspension, which
reduces variance in biomass determination, eDNA extraction, and
do not lyse the cells as determined experimentally [22].
Purification and quantification of extracellular DNA
(eDNA). The extraction, purification and quantification of
eDNA were performed according to Rice et al. [27]. After 44 h,
the biofilms were rinsed in 0.5 M EDTA, and removed into
chilled tubes containing 50 mM Tris-HCl/10 mM EDTA/
500 mM NaCl, pH 8.0. Biofilms were sonicated [22] and the
biofilms suspensions were centrifuged (10 min, 5500 g,4 uC).
Aliquots of 1 ml of each supernatant was transferred to a tube
containing 3 ml of TE buffer (10 mM Tris-HCl/mM EDTA,
pH 8.0), and extracted once with an equal volume of phenol/
chloroform/isoamyl alcohol (25:24:1) and once with chloroform/
isoamyl alcohol (24:1). The aqueous phase of each sample was
then mixed with 3 vol of ice-cold 100% (vol/vol) ethanol and 1/10
volume of 3 M Na-acetate (pH 5.2) and stored at -20uC. The next
day, the ethanol-precipitated DNA was collected by centrifugation
for 20 min at 4uC and 13,000 g, washed with ice-cold 70% (vol/
vol) ethanol, air-dried, and dissolved in 20 ml of TE buffer. The
amount of eDNA was determined spectrophotometrically at
260 nm.
Determination of intracellular iodophilic polysaccharides
in biofilms. Biofilms were removed after 30 h of growth, and
homogenized by sonication as described elsewhere [26]. The
homogenized suspension was analyzed for biomass (dry-weight)
and intracellular iodophilic (IPS) polysaccharides content. The IPS
were extracted with hot 5.3 M KOH (0.8 mg of biofilm dry
weight/mL of KOH), and quantified using 0.2% I2/2% KI
solution and glycogen as standard as described by Koo et al [26]
and DiPersio et al. [28].
Microarray data accession number
DNA microarray data have been deposited in the NCBI Gene
Expression Omnibus (GEO) database (http://www.ncbi.nlm.nih.
gov/geo) under GEO Series accession number GSE21831.
Statistical analyses
An exploratory data analysis of biochemical and RT-qPCR
assays was performed to select the statistical test; the assumptions
of equality of variances and normal distribution of errors were also
checked. The data were then analyzed using ANOVA, and the F-
test was used to test for differences among the groups. When
significant differences were detected, pairwise comparisons were
made between all the groups using Tukey’s method to adjust for
multiple comparisons. Triplicates from at least three separate
experiments were conducted in each of the assays. Statistical
software JMP version 3.1 was used to perform the analyses. The
level of significance was set at 5%.
Results
Selection of experimental groups for microarray
experiments
We initially investigated the effects of different concentrations of
sucrose alone or in combination with starch on extracellular
polysaccharide (EPS) matrix formation and biofilm accumulation
on the saliva-coated hydroxyapatite (sHA) surface (Appendix S1).
Three experimental groups were selected for S. mutans-transcrip-
tome analysis: 0.5% sucrose, 0.5% sucrose+1% starch and 1%
sucrose. These groups were selected because 0.5% and 1% sucrose
are the minimum and the optimum concentration of the
carbohydrate for biofilm development by S. mutans using our in
vitro model. In addition, the combination 0.5% sucrose+1% starch
resulted in biofilms with more biomass, higher amounts of
insoluble EPS, and increased gtfB expression (the gene encoding
enzyme for synthesis of water insoluble glucans) than in other
biofilms; the presence of starch alone results in negligible biofilm
formation.
Concomitantly, the availability of different types and size of
sugars (degree of polymerization – DP, and molecular weight -
MW) released from starch digestion by the surface-adsorbed
salivary a-amylase was also examined overtime (Appendix S1).
Starch was progressively digested by the amylase until the enzyme
no longer catalyzes the hydrolysis (about 50% of initial starch
concentration). The starch hydrolysates released by surface-
amylase activity ranged from high (1.45–21.5 kDa with DP
varying from 9 to 132.5) to low molecular weight (maltose and
maltotriose) products; however, glucose was not detected (Appen-
dix S1).
Furthermore, we assessed the expression of genes gtfB and malE
(associated with uptake of maltose, which is one of the main starch
hydrolysates) by qRT-PCR at distinct stages of biofilm develop-
ment under the selected carbohydrate sources. These genes were
chosen because in our previous study we found that their
expression was affected by the combination of sucrose plus starch
[16], and are both relevant for biofilm formation (EPS-matrix
synthesis) and physiology (intracellular sugar metabolism). A
greater differential expression of these genes was observed among
the experimental groups at 21, 24, 30 and 34 h of biofilms
development (Fig. 1). This output also guided our selection of these
4 time-points for microarray experiments. The pH values of
culture medium surrounding the biofilms from the different
experimental groups were not significantly different from each
other (6.6760.03 at 21 h, 5.8660.19 at 24 h, 4.6360.01 at 30 h,
and 4.8360.03 at 34 h; P.0.05).
Microarray data analysis
Data analysis using Microarray Data Visualizer
(MDV). The following comparisons (for each time point) were
examined: A) 0.5% sucrose +1% starch vs. 1% sucrose, B) 0.5%
sucrose +1% starch vs. 0.5% sucrose, and C) 0.5% sucrose vs. 1%
sucrose; this strategy allowed us to distinguish the effects caused by
sucrose+starch from those associated with distinct concentrations
of sucrose. The microarray data from the multiple comparisons
generated a large data output using standard procedures with
BRB-ArrayTools (Data S1 – original array data; Data S2 – quality
scores of the arrays). To streamline our transcriptome analysis, we
developed a new data mining and organization software,
Microarray Data Visualizer (MDV). The data processing and
analysis were done in three steps as shown in Fig. 2.
The raw data analyzed by BRB-ArrayTools (Step 1, Fig. 2) was
further processed by MDV using the Venn diagram (Step 2, Fig. 2)
to select and filter the genes of interest according to our working
hypothesis: that sucrose and starch combination triggers specific
transcriptional response associated with enhanced virulence
(cariogenicity) of S. mutans in biofilms. In our study, the groups
of genes related to our hypothesis are those differentially expressed
in comparison A (0.5% sucrose +1% starch vs. 1% sucrose) and B
(0.5% sucrose +1% starch vs. 0.5% sucrose), but not the genes in
comparison C (0.5% sucrose vs. 1% sucrose) (Step 2, Fig. 2).
Moreover, this analysis also excluded genes that were detected
simultaneously in the 3 comparisons (A and B and C), because
S. mutans Transcriptome
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starch in combination. All the genes excluded from further analysis
are represented in gray in Fig. 2 (Step 2). Then, the data was
collected and organized for further examination (Step 3, Fig. 2 and
Data S3 – post-MDV analysis). MDV greatly facilitated the
mining of the large and complex data sets from our microarray
experiments, which reduced the total number of genes to be
analyzed and at the same time filtered-out the genes not directly
related to starch+sucrose effects. Another important feature of this
software is the automated organization of the selected genes
according to NCBI gene names and functional classes, which
facilitates the visualization and organization of the microarray data
(Fig. 3; Data S3). The MDV software could be particularly helpful
to other biofilm-related fields using whole-genome profiling for
comparison of multiple experimental conditions, such as compar-
ative-transcriptome of distinct strains or in response to therapeutic
agents.
MDV analysis revealed that most of the genes differentially
expressed were detected at 21 h and 30 h of biofilm development
process, and in the comparison A (0.5% sucrose +1% starch vs.
1% sucrose) (Fig. 2, Step 3). Considering that about 50% of starch
is digested by surface-adsorbed amylase present in sHA, the data
from comparison A may be biologically more relevant because the
total amount of sugar available for bacterial metabolism would be
similar. Therefore, we focused on the comparison 0.5% sucrose
+1% starch (suc+st) vs. 1% sucrose (suc) biofilms at 21 and 30 h for
a more detailed and comprehensive analyses (See tables 2, 3 and
Fig. 4). The microarray data was validated by RT-qPCR, and all
genes selected displayed the same trends observed in the
microarrays (Tables 2 and 3).
Figure 1. RT-qPCR analysis of gtfB (A) and malE (B) genes expression. S. mutans growing in the presence of 0.5% sucrose, 0.5% sucrose +1%
starch, and 1% sucrose at distinct time points of biofilms development process. The mRNA level of gtfB and malE in each sample was normalized to
that of 16S rRNA. These values were then compared to those from 0.5% sucrose-grown biofilms (corresponding to an arbitrary value of 1) to
determine the change (n-fold) in gene expression. Data are expressed as means 6 standard deviations of triplicates from at least three separate
experiments. Values marked with an asterisk are significantly different from the value for the 0.5% sucrose-grown biofilms (P,0.05, Tukey’s test).
doi:10.1371/journal.pone.0013478.g001
S. mutans Transcriptome
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of biofilm formation, 82 genes were detected as differentially
expressed in suc+st-biofilm (vs. suc-biofilm). Among them 52 genes
had assigned function whereas 30 had no established function
(grouped as unknown, unassigned or hypothetical) (Fig. 4). Several
known genes differentially expressed in suc+st-biofilm were related
to sugar metabolism, such as upregulation of maltose/maltotriose
uptake genes and downregulation of mannose, sorbose and sucrose
transport systems. Those genes represent 26.9% of the genes with
assigned function and were distributed into 3 functional classes:
energy metabolism, transport and binding proteins, and signal
transduction – PTS (Fig. 4, Table 2 and Data S3); most of the genes
related to energy metabolism were upregulated (Fig. 4, Table 2).
Other genes induced at this time point include those involved in
DNArepair(mutT), in osmotic stress response (pacLand trkB),and the
chaperones groEL and groES. The upregulation of pacL, trkB, groEL
and groES indicatethatthe presenceofstarchand starchhydrolysates
may cause environmental stress to S. mutans biofilms-cells.
Transcriptome response of biofilms at 30 h. A total of
213 genes were detected as differentially expressed in suc+st-
biofilm (vs. suc-biofilm) at 30-h of development; among them 95
genes had no established functions (Fig. 4). In contrast to 21 h
biofilms, only 11.9% of the genes with known function (detected in
suc+st-biofilm) were related to sugar uptake and transport,
including upregulation of genes for sucrose, lactose, cellobiose,
multisugar transport system (msm operon) and maltose/maltotriose
uptake, and downregulation of genes from fructose and trehalose
transport systems. The other genes (88.1%) were distributed into
15 functional classes (Fig. 4). For example, there was upregulation
of biosynthesis of cofactors for coenzyme A, fermentation (pdhA),
glycolysis (naoX), potassium uptake (pacL, trkB) and two component
system (TCS) - lytT; whereas DNA repair (priA, ogt, dnaC), DNA
transformation (comYD, comX1, mecA, coiA), TCS (kinF), cell
pathogenesis (sloBC), TCA cycle (citBZC) and iron transport
(yclNPQ operon) genes were downregulated (Data S3; selected
genes are shown in Table 3).
Furthermore, the data outcome also showed that 23 genes were
detected in more than one time point of biofilm development (see
details on time course analysis section of Data S3). No genes were
differentially expressed across the 4 time points evaluated. Only
two genes, SMU.1067 (a putative ABC transporter) and msmK
(SMU.1571; maltose uptake), were detected in biofilms at 21, 24
and 30 h. From those 23 genes, 12 were detected in both 21 and
30 h, and 9 of them had a similar trend of fold of gene expression.
For example, the genes related to osmotic stress response trkB and
pacL were upregulated at 21 and 30 h.
Figure 2. Schematic illustration of the microarray data analysis using BRB-ArrayTools in conjunction with MDV software. Step 1:
represent the number of genes detected as differentially expressed in each condition and time point evaluated (see Data S1). Step 2: Microarray Data
Visualizer (MDV) using the Venn diagram to select genes of interest. Step 3: genes selected according to MDV analysis and cutoff of fold of change in
gene expression (fold $1.8 and #0.6; see Data S2).
doi:10.1371/journal.pone.0013478.g002
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differentially expressed in suc+st-biofilms that had no established
function increased as the biofilms matured. At 21 h, 36.6% of the
genes detected had no established function, and at 30 h, the
number of genes with uncharacterized function increased to
44.6%. Among those genes with unknown function, the gene
SMU.2026 was upregulated 18-fold at 30 h in suc+st- vs. suc-
biofilm (Data S3), which may be related to metabolism of maltose
transported into the cell by MalT (PtsG) as recently suggested [12].
The genes malE and gtfB were not detected as differentially
expressed in the microarrays after analysis with MDV. These
apparent discrepant results are likely due to differences in
sensitivity between microarray and qRT-PCR technologies.
qRT-PCR that uses gene-specific primers for amplification is an
extremely sensitive assay for detecting changes in gene expression,
whereas microarrays are comparatively less sensitive (albeit more
comprehensive). Therefore, the qRT-PCR results in fact comple-
ment our microarray analysis. Moreover, while malE was not
detected in the microarrays, other genes in the same operon were
detected (genes malF, malG and msmK).
Considering the data from our previous studies [15,16] and the
current transcriptomic analysis, we conducted further biochemical
assays to explore the upregulation of two specific genes that may
be associated with the establishment of extracellular matrix and
acid production by S. mutans within biofilms: lytT (SMU.576) and
glg (SMU.1564).
Biochemical assays
lytT gene up-regulation and influence of extracellular
DNA (eDNA) on biofilm biomass. The lytT gene is associated
with bacteria autolysis [29,30] and was upregulated in suc+st-
biofilms at 30 h; the lyses process release DNA to the extracellular
environment. Considering that eDNA is implicated in the
formation and stability of the extracellular matrix [27,31,32], we
investigated whether treatments with DNAse I at this time-point
would affect further formation and accumulation of biofilms in the
presence of starch and sucrose. The addition of 50 U of DNAse I
in the culture media resulted in 30.2% decrease of biomass of
suc+st-biofilms (vs. non-treated biofilms; P,0.05) whereas the
presence of DNAse I had no significant effect on biomass of
biofilms grown in sucrose alone at 44 h of development (P.0.05;
Fig. 5). The addition of DNAse I did not affect the number of
viable cells in the biofilms as determined by counting the number
of colony forming unit per biofilm. Finally, the amount of eDNA
recovered from suc+st-biofilms was significantly higher than the
amount recovered from suc-biofilms (9.562.7 mg/mg dry- weight
and 6.962.9 mg/mg, respectively; P,0.05).
glg gene upregulation and effects on intracellular
polysaccharide storage (IPS). The expression of gene glg
(which encodes a glycogen phosphorylase) was enhanced in
biofilms formed in the presence of sucrose plus starch at 21 h
and 24 h (vs. suc-biofilms; see Data S3) which could reflect in
changes on IPS metabolism during the biofilms development
process. Indeed, the determination of the IPS content revealed
that suc+st-biofilms at 30 h of biofilm growth have significantly
higher amounts of IPS compared to biofilms formed in sucrose
alone (P,0.05) (Fig.6).
Discussion
The appearance of biofilms on the tooth surface is associated
with complex host-bacterial interactions with dietary constituents
found in the oral cavity, which may also modulate the
Figure 3. Number of S. mutans genes differentially expressed in suc+st-biofilms (vs. suc-biofilms) at various time-points organized
by functional class. Suc+st-biofilms were formed in 0.5% sucrose+1% starch; suc-biofilms were formed in 1% sucrose. Gene annotations are based
on information provided by the Los Alamos National Laboratory (www.oralgen.lanl.gov) or by published literature available at the same Website.
doi:10.1371/journal.pone.0013478.g003
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caries. The combination of sucrose and starch is highly cariogenic
in vivo [6–8], and their simultaneous consumption may be linked
with caries activity in adolescent population [33]. The interactions
of starch and sucrose with salivary a-amylase and streptococcal
Gtfs could enhance the formation and virulence of biofilms by
modulating exopolysaccharides synthesis, sugar metabolism and
acidogenicity of S. mutans [10,14,15,16]. To further advance our
previous findings, we conducted a detailed and comprehensive
global transcript analysis in biofilms at distinct developmental
stages using cDNA microarray in conjunction with a computa-
tional tool (MDV) for data mining.
The results indicate that the presence of starch and sucrose
resulted in dynamic remodeling of the transcriptome of S. mutans
within biofilms, which may be related to changing environmen-
tal conditions associated with gradual digestion of starch by
amylase in the salivary pellicle (as would occur in vivo). Initially,
the hydrolysates are mostly large oligosaccharides with average
DP and MW of 132.5 and 21.5 kDa (after 1 h digestion) that are
further digested to 14.4 kDa (between 1–2 h) and then to smaller
1.45 kDa oligomers. Concomitantly, the proportions of maltose
and maltotriose rapidly increase overtime; sucrose, of course is
readily available for bacterial metabolism in the culture medium.
The 10 to 20 kDa oligosaccharides present at the early stages of
starch digestion can be incorporated during glucan synthesis by
G t f Bi nt h ep r e s e n c eo fs u c r o s et h r o u g ha c c e p t o r - r e a c t i o n s
[9,10,34]. The presence of additional acceptors could be sensed
by S. mutans resulting in upregulation of gtfB in suc+st-biofilms
since the starch oligomers act as primers for glucan synthesis by
GtfB but not for other Gtf enzymes [10], which corroborates
with lack of effect on gtfC and gtfD expression [16]. The
increased synthesis of GtfB-type insoluble glucans triggers the
formation of microcolonies by S. mutans [21], which increase
the coherence and thickness of the biofilms, and thereby
Table 2. Selected genes with known function detected up- and downregulated in 21 h-old biofilms (suc+st vs. suc) after MDV
analysis
*.
Gene ID** Gene Name Fold change Functional class annotation
Microarray qPCR (Avg ± SD)
SMU.99 fbaA sorG 0.6 Energy metabolism; Glycolysis/gluconeogenesis
SMU.104 yicI 0.5 Signal transduction; PTS
SMU.114 - 1.9 Signal transduction; PTS
SMU.115 - 2.3 Signal transduction; PTS
SMU.128 adhB acoB 2.9 Energy metabolism; Fermentation
SMU.129 adhC yugF acoC 2.8 Energy metabolism; Glycolysis/gluconeogenesis
SMU.183 sloB 0.4 Transport and binding proteins; ABC Superfamily: membrane spanning permease
SMU.184 sloC 0.3 Transport and binding proteins; ABC Superfamily: substrate-binding protein;
Cations and iron carrying compounds
SMU.561 mutT 2.0 DNA metabolism; DNA replic., recomb., and repair
SMU.877 aga 1.8 Energy metabolism; Sugars - melibiase
SMU.881 gtfA 2.1 Energy metabolism; Sugars
Transport and binding proteins; Carbohydrates, organic alcohols, and acids
SMU.882 msmK 3.1 Energy metabolism; Sugars
Transport and binding proteins; ABC Superfamily: ATP-binding protein
SMU.886 galK 1.9 Energy metabolism; Sugars
SMU.887 galT 1.8 Energy metabolism; Sugars
SMU.1561 trkB 2.2 2.060.3 Transport and binding proteins; Cations and iron carrying compounds
SMU.1563 pacL 2.0 Transport and binding proteins; Cations and iron carrying compounds
SMU.1564 glg 7.4 Energy metabolism; Sugars
SMU.1565 malM 4.9 Energy metabolism; Sugars
SMU.1569 malF malC 3.1 Transport and binding proteins; ABC Superfamily: membrane spanning permease
SMU.1570 malG malX 2.7 Transport and binding proteins; ABC Superfamily: membrane spanning permease
SMU.1571 msmK 2.9 1.860.2 Transport and binding proteins; ABC Superfamily: ATP-binding protein
SMU.1841 scrA 0.6 Signal transduction; PTS
SMU.1879 manN ptnD 0.6 Signal transduction; PTS
Transport and binding proteins; Carbohydrates, organic alcohols, and acids
SMU.1954 groEL 2.0 Cellular processes; Chaperones
SMU.1955 groES 2.5 4.660.7 Cellular processes; Chaperones
SMU.2047 ptsG ptaA 2.0 Energy metabolism; Sugars
*suc+st 20.5% sucrose +1% starch; suc 21% sucrose;
**Organized by numerical order.
doi:10.1371/journal.pone.0013478.t002
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nicity [16,21,23,35].
Conversely, the increasing availability of maltose and malto-
triose released from continuous starch hydrolysis could explain the
elevated levels of expression of genes related to maltose uptake
(e.g. malE, msmK) as the biofilms transit from 21 to 30 h of
development. The increased availability of metabolizable carbo-
hydrates contributes with the acidification of the suc+st-biofilms
overtime which may also influence the expression of gtfB.
Furthermore, as the environmental pH falls due to acid production
by S. mutans and glucans are synthesized, the pathways required for
optimal metabolism and survival of S. mutans in biofilms may be
switched leading to extensive changes of the gene expression
profile at 30 h of biofilms formation when compared to other
time-points.
The microarray analysis identified four major themes by which
S. mutans in biofilm-mode responds to changing environmental
conditions in situ as a result of the interplay of host-diet-bacterial
factors: (1) modulation of genes associated with extracellular
matrix assembly-development, (2) sugar uptake and glycogen
metabolism, (3) stress responses and (4) regulation of a large
number of uncharacterized genes. Here, we focused our data
Table 3. Selected genes with known function detected up- and downregulated in 30 h-old biofilms (suc+st vs. suc) after MDV
analysis*.
Gene ID** Gene Name Fold change Functional class annotation
Microarray qPCR (Avg ± SD)
SMU.101 sorC 16.8 Signal transduction; PTS
SMU.103 sorA 15.8 31.4616.1 Signal transduction; PTS
SMU.104 yicI 17.7 Signal transduction; PTS
SMU.183 sloB 0.6 Transport and binding proteins; ABC Superfamily: membrane spanning permease
SMU.186 sloR 0.6 Cellular processes; Pathogenesis
SMU.480 priA 0.6 DNA metabolism; DNA replic., recomb., and repair
SMU.576 lytT 8.7 9.665.1 Signal transduction; Two-component systems
SMU.644 coiA 0.6 Cellular processes; Competence
SMU.672 citC icd 0.4 Energy metabolism; TCA cycle
SMU.675 ptsI 1.8 Signal transduction; PTS
SMU.876 msmR 2.6 6.262.8 Regulatory functions; Two component system; Transport and binding proteins;
Carbohydrates, organic alcohols, and acids
SMU.928 kinF 0.6 Signal transduction; Two-component systems
SMU.980 bglP ptbA 3.6 Transport and binding proteins; Carbohydrates, organic alcohols, and acids
SMU.995 yclN 0.6 Transport and binding proteins; ABC Superfamily: membrane spanning permease
SMU.1043 pta 3.3 Energy metabolism; Fermentation
SMU.1075 dfp dpfA 1.9 Biosynthesis of cofactors, prosthetic groups, and carriers; Pantothenate and
coenzyme A
SMU.1117 nox-2 naoX 2.2 Energy metabolism; Glycolysis/gluconeogenesis
SMU.1126 coaA 2.0 Biosynthesis of cofactors, prosthetic groups, and carriers; Pantothenate and
coenzyme A
SMU.1191 pfk pfkA 0.6 Energy metabolism; Glycolysis/gluconeogenesis
SMU.1247 eno enoA 0.6 Energy metabolism; Glycolysis/gluconeogenesis
SMU.1423 pdhA acoA 29.2 56.063.2 Energy metabolism; Fermentation
SMU.1489 lacX galM 2.9 3.461.1 Energy metabolism; Glycolysis/gluconeogenesis
SMU.1491 lacE 3.9 Signal transduction; PTS
SMU.1493 lacD 3.4 Energy metabolism; Sugars
SMU.1561 trkB 1.9 1.860.3 Transport and binding proteins; Cations and iron carrying compounds
SMU.1563 pacL 2.1 Transport and binding proteins; Cations and iron carrying compounds
SMU.1566 malR rliA 2.1 Regulatory functions; DNA interactions
SMU.1571 msmK 26.1 48.6615.3 Transport and binding proteins; ABC Superfamily: ATP-binding protein
SMU.1591 ccpA regM 2.0 Regulatory functions; DNA interactions
SMU.1596 celB lacE 13.4 6.562.5 Signal transduction; PTS
SMU.1665 livF 0.6 0.560.2 Transport and binding proteins; ABC Superfamily: ATP-binding protein
SMU.1843 scrB 1.8 Energy metabolism; Sugars
SMU.1983 comYD cglD 0.5 Cellular processes; DNA transformation
*suc+st 20.5% sucrose +1% starch; suc 21% sucrose;
**Organized by numerical order.
doi:10.1371/journal.pone.0013478.t003
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PLoS ONE | www.plosone.org 9 October 2010 | Volume 5 | Issue 10 | e13478Figure 4. Differential regulation of S. mutans gene expression in suc+st-biofilms at 21 and 30 h. Genes were classified into 19 main
functional classes (some genes have more than one functional class). Bars indicate the numbers of genes whose expression was modified at 21 h
(blue bars) and 30 h (green bars). On the left, genes that were downregulated in suc+st-biofilms (vs. suc-biofilms): 52 and 147 genes for 21 h and
30 h, respectively. On the right, genes that were upregulated in suc+st-biofilms (vs. suc-biofilms): 42 and 73 genes for 21 h and 30 h, respectively.
Suc+st-biofilms were formed in 0.5% sucrose +1% starch; suc-biofilms were formed in 1% sucrose. Gene annotations are based on information
provided by the Los Alamos National Laboratory (www.oralgen.lanl.gov) or by published literature available at the same Website.
doi:10.1371/journal.pone.0013478.g004
Figure 5. Influence of DNase I treatment on the biomass (dry-weight) of the biofilms. Amount of dry-weight of biofilms (at 44 h) treated
(With DNAse I) or not with DNase I (Without DNAse). The data shown are mean values (6SD; n=9) from three independent experiments. Values with
an asterisk (*) are significantly different from other groups (P,0.05, ANOVA comparison for all pairs using Tukey test); suc+st 20.5% sucrose +1%
starch, and suc 21% sucrose. The numbers of CFU recovered from biofilms treated (or not) with DNAse I were: 5.361.6610
8 (4.961.3610
8) for
suc+st-biofilms, and 1.9 60.4610
8 (2.961.3610
8) for suc-biofilms. The biomass (dry-weight) values are lower from those presented in the Appendix
S1 because of the differences of the biofilms age (44 h vs. 120 h).
doi:10.1371/journal.pone.0013478.g005
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development and sugar metabolism in order to connect with our
previous findings [15,16], and because these processes are critical
for S. mutans virulence.
lytT and extracellular matrix formation in the presence of
sucrose and starch
Our data indicate that upregulation of lytT may be associated
with release of eDNA and its potential role on the development of
extracellular matrix in suc+st-biofilms. The lytT gene encodes for
the response regulator of the LytST TCS and has been implicated
in bacterial autolysis [29,30] and subsequent release of DNA to the
extracellular environment. The TCS LytST (encoded by genes
SMU.576 and SMU.577) is required for the activation of
expression of lrgAB genes, which are part of S. mutans arsenal to
control autolysis and biofilm formation, and may be regulated
according to availability of different carbohydrates sources via
CcpA (carbon catabolite protein A) [30]. The ccpA gene was also
upregulated in suc+st-biofilm at 30 h indicating that the presence
of undigested starch, starch hydrolysates and sucrose may be
modulating autolysis (and DNA release), in part through
simultaneous expression of lytT and ccpA genes.
Notably, eDNA was established as a critical structural
component of biofilm matrix for several bacterial pathogens,
including Pseudomonas aeruginosa [27,31,32]. We found that the
presence of DNAse I significantly disrupted the biomass and
further accumulation of the biofilm in the presence of sucrose and
starch (but not in sucrose grown-biofilm). The data agree well with
previous findings showing that eDNA enhances S. mutans adhesion,
surface aggregation and strengthens the matrix [36,37]. Clearly,
eDNA from S. mutans may play an important role in the
establishment and integrity of extracellular matrix of suc+
st-biofilms.
The combined effects of starch and sucrose on DNA release and
enhanced synthesis of GtfB-insoluble glucans could explain the
formation of a distinctive extracellular matrix in suc+st-biofilms
[21], which display more cross-linked (web-like) exopolysacchar-
ides tightly attached to bacterial cells (vs. suc-biofilms). The eDNA
could be incorporated during extracellular matrix development by
binding to bacterial cell and to exopolymers [36,37], possibly
bridging them and allowing further glucan deposition. The
interplay between lytT and gtfB may explain the formation of a
thicker and highly cohesive biofilms containing large microcolo-
nies enmeshed in EPS-rich matrix in the presence of suc+st (vs.
sucrose grown-biofilms) at later stages of development [21]. Such
structural organization could create chemical gradients because of
the differential diffusion of nutrients, metabolic products and
oxygen, affecting the microenvironmental conditions in the
biofilms [38,39].
Our data show that suc+st-biofilm at 30 h of development may
be under decreased O2 availability for S. mutans cells as indicated
by downregulation of TCA cycle genes (citBZC), which are
transcriptionally repressed under anaerobic conditions [40]. In
addition, the downregulation of these genes favors the fermenta-
tion process, as shown by the upregulation of pdhA.I nS. mutans,
pdhA expression responds to conditions favorable to heterofer-
mentation, and may be associated with aciduricity of this
bacterium [40]. Moreover, it has been established that high
insoluble glucan content in the EPS matrix acts as a diffusion
barrier, trapping acid near the tooth surface and thereby
increasing the extent of the acidification period [41,42] and the
cariogenicity of human plaque [43]. Consequently, S. mutans
growing in the presence of sucrose and gradual availability of
starch hydrolysates may display enhanced aciduricity/growth
efficiency as the redox potential and oxygen levels fall, and low pH
microenvironments are created over the course of biofilm
maturation [44]. We are currently examining the exact location
of eDNA in the matrix, and how the interplay between gtfB and
lytT affect the development and diffusion properties of the
extracellular matrix in suc+st-biofilms.
glg may be linked with enhanced intracellular
polysaccharide storage in suc+st-biofilms
We observed an association between sugar uptake and
intracellular polysaccharide (IPS) storage, possibly connecting the
upregulation of gene glg with increased amount of IPS in biofilms
Figure 6. Amounts of intracellular polysaccharides (IPS) in the biofilms. Total amounts of IPS in mg/mg of biofilm dry-weight. The data sh
own are mean values (6SD; n=9) from three independent experiments. Values with an asterisk (*) are significantly different from other group
(P,0.05, ANOVA comparison for all pairs using Tukey test); suc+st 20.5% sucrose +1% starch, and suc21% sucrose.
doi:10.1371/journal.pone.0013478.g006
S. mutans Transcriptome
PLoS ONE | www.plosone.org 11 October 2010 | Volume 5 | Issue 10 | e13478formed in the presence of starch and sucrose. Although the exact
role of glg in S. mutans physiology is unknown, this gene encodes a
glycogen phosphorylase, an enzyme that has been implicated in
IPS formation [45,46]. This finding is clinically relevant because
this glycogen-like storage polymer is important for S. mutans
virulence and is associated with the pathogenesis of dental caries
[45–47]. The IPS provide S. mutans with endogenous source of
carbohydrates which can be metabolized when exogenous
fermentable substrate have been depleted in the oral cavity; as a
result, IPS can promote the formation of dental caries in animals
and humans by prolonging the exposure of tooth surfaces to
organic acids and a concomitant lower fasting pH in the matrix of
the plaque-biofilm [45–47]. Also, the reduction of IPS by
therapeutic agents effectively reduced cariogenicity of S. mutans
in vivo [19,48]. Thus, the increased accumulation of IPS in addition
to changes of the extracellular matrix composition-structure would
contribute to the overall acidification at the biofilm-tooth enamel
interface. Further studies shall elucidate the precise mechanisms
by which starch and sucrose modulate IPS accumulation
considering that genes of glgPADCB operon (also involved with
IPS metabolism) were not detected as differentially expressed in
suc+st-biofilms suggesting a different pathway.
In addition to modulating these critical processes, the
simultaneous presence of sucrose, undigested starch and varying
types/amounts of starch hydrolysates may also act as environ-
mental stressors for S. mutans (osmotic stress), as shown by
upregulation of trkB (potassium uptake protein B) and pacL
(cation-transporting P-ATPase) genes [49,50]; the activation of
potassium uptake, for example, is related to an increase in medium
osmolarity [50]. By triggering these responses, S. mutans can
efficiently cope and rapidly adapt to changing conditions during
the biofilm development observed in our model. This trait is highly
relevant in the oral cavity, a dynamic habitat where the bacteria
must deal with constant variations in the local environment
conditions dictated by extrinsic and intrinsic factors (e.g. exposure
of nutrients from host diet) [2,51].
Clearly, the unique interaction of host- and bacterial-derived
enzymes with dietary carbohydrates (sucrose and starch) resulted
in extensive remodeling of S. mutans-transcriptome over the course
of biofilm formation. These complex changes may induce the
development of pathogenic biofilms by at least four interconnected
ways: 1) increasing production of insoluble glucans and release of
DNA which may be acting in concert for the development of a
structurally cohesive extracellular matrix; 2) inducing the accu-
mulation of IPS; 3) increasing activation of sugar uptake transport
systems (e.g. maltose and maltotriose) which can be further
metabolized into acids; and 4) modulating the expression of genes
associated with osmotic stress, TCA cycle and fermentation. The
combined effects would result in biofilms with increased biomass
with low oxygen and highly acidic environment that are cohesive
and tightly adherent to the surface, thereby enhancing S. mutans
survival/persistence and cariogenicity.
Overall, our data provided new information about the
remarkable plasticity of the transcriptome of S. mutans and its
adaptive response to changing environmental conditions within
biofilms, which is the mode of growth associated with virulence of
this bacterium in the oral cavity. Our comprehensive analysis may
provide new leads for molecular pathogenesis research with S.
mutans, especially in the light of the large number of genes with
unidentified function that may reveal new metabolic pathways
and/or virulence factors associated with cariogenic biofilm
formation. Further studies using both parental and/or mutant
strains of S. mutans in the presence of a-amylase binding organisms
(e.g. S. gordonii) should elucidate the exact role of the uncharacter-
ized genes on their ability to survive and compete in a multispecies
system.
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for the selection of experimental groups for the transcriptomic
analysis and (ii) determination of starch hydrolysates produced by
surface-adsorbed amylase activity.
Found at: doi:10.1371/journal.pone.0013478.s001 (0.20 MB
DOC)
Data S1 The file shows the microarray data output after using
BRB-Array-Tools (pre-MDV analysis).
Found at: doi:10.1371/journal.pone.0013478.s002 (0.33 MB
XLS)
Data S2 The file shows quality scores of the arrays.
Found at: doi:10.1371/journal.pone.0013478.s003 (0.04 MB
XLS)
Data S3 The file shows the microarray data output after using
BRB-Array-Tools, and then processed with MDV software (post-
MDV analysis).
Found at: doi:10.1371/journal.pone.0013478.s004 (0.10 MB
XLS)
Acknowledgments
The authors are grateful to Dr. Constance D. Baldwin for the critical
reading and reviewing of the manuscript.
Author Contributions
Conceived and designed the experiments: MIK JAL HK. Performed the
experiments: MIK LD SA AHML BH. Analyzed the data: MIK HL GX
JAL HK. Contributed reagents/materials/analysis tools: HL GX JAL HK.
Wrote the paper: MIK HK.
References
1. Marsh PD (2003) Are dental diseases examples of ecological catastrophes?
Microbiology 149: 279–294.
2. Bowen WH (2002) Do we need to be concerned about dental caries in the
coming millennium? J Am Dent Assoc 133: 1405–1407.
3. Loesche WJ (1986) Role of Streptococcus mutans in human dental decay. Microbiol
Rev 50: 353–380.
4. Beighton D (2005) The complex oral microflora of high-risk individuals and
groups and its role in the caries process. Community Dent Oral Epidemiol 33:
248–255.
5. Quivey Jr. RG, Kuhnert WL, Hahn K (2000) Adaptation of oral streptococci to
low pH. Adv Microb Physiol 42: 239–74.
6. Bowen WH, Amsbaugh SM, Monell-Torrens S, Brunelle J, Kuzmiak-Jones H,
et al. (1980) A method to assess cariogenic potential of foodstuffs. J Am Dent
Assoc 100: 677–681.
7. Firestone AR, Shmid R, Muhlemann HR (1982) Cariogenic effects of cooked
wheat starch alone or with sucrose and frequency-controlled feedings in rats.
Arch Oral Biol 27: 759–763.
8. Ribeiro CC, Tabchoury CP, Del Bel Cury AA, Tenuta LM, Rosalen PL, et al.
(2005) Effect of starch on the cariogenic potential of sucrose. Br J Nutr 94:
44–50.
9. Fu DT, Robyt JF (1991) Maltodextrin acceptor reactions of Streptococcus mutans
6715 glucosyltransferases. Carbohydr Res 217: 201–211.
10. Vacca-Smith AM, Venkitaraman AR, Quivey Jr. RG, Bowen WH (1996)
Interactions of streptococcal glucosyltransferases with alpha-amylase and starch
on the surface of saliva-coated hydroxyapatite. Arch Oral Biol 41: 291–298.
11. Russell RR, Aduse-Opoku J, Sutcliffe IC, Tao L, Ferretti JJ (1992) A binding
protein-dependent transport system in Streptococcus mutans responsible for multiple
sugar metabolism. J Biol Chem 267: 4631–46317.
S. mutans Transcriptome
PLoS ONE | www.plosone.org 12 October 2010 | Volume 5 | Issue 10 | e1347812. Webb AJ, Homer KA, Hosie AH (2007) A phosphoenolpyruvate-dependent
phosphotransferase system is the principal maltose transporter in Streptococcus
mutans. J Bacteriol 189: 3322–3327.
13. Webb AJ, Homer KA, Hosie AH (2008) Two closely related ABC transporters in
Streptococcus mutans are involved in disaccharide and/or oligosaccharide uptake.
J Bacteriol 190: 168–178.
14. Clarkson CH, Krell D, Wefel JS, Crall J, Feagin FF (1987) In vitro caries-like
lesion production by Streptococcus mutans and Actinomyces viscosus using sucrose and
starch. J Dent Res 66: 795–798.
15. Duarte S, Klein MI, Aires CP, Cury JA, Bowen WH, et al. (2008) Influences of
starch and sucrose on Streptococcus mutans biofilms. Oral Microbiol Immunol 23:
206–212.
16. Klein MI, Duarte S, Xiao J, Mitra S, Foster TH, et al. (2009) Structural and
molecular basis of the role of starch and sucrose in Streptococcus mutans biofilms
development. Appl Environ Microbiol 75: 837–841.
17. Yamashita Y, Bowen WH, Burne RA, Kuramitsu HK (1993) Role of the
Streptococcus mutans gtf genes in caries induction in the specific-pathogen-free rat
model. Infect Immun 61: 3811–3817.
18. Vacca Smith AM, Scott-Anne KM, Whelehan MT, Berkowitz RJ, Feng C, et al.
(2007) Salivary glucosyltransferase B as a possible marker for caries activity.
Caries Res 41: 445–450.
19. Koo H, Schobel BD, Scott-Anne K, Watson G, Bowen WH, et al. (2005)
Apigenin and tt-farnesol with fluoride effects on S. mutans biofilms and dental
caries. J Dent Res 84: 1016–1020.
20. Koo H, Seils J, Abranches J, Burne RA, Bowen WH, et al. (2006) Influence of
apigenin on gtf gene expression in Streptococcus mutans UA159. Antimicrob Agents
Chemother 50: 542–546.
21. Xiao J, Koo H (2010) Structural organization and dynamics of exopolysacchar-
ide matrix and microcolonies formation by Streptococcus mutans in biofilms. J Appl
Microbiol 108: 2103–2113.
22. Cury JA, Koo H (2007) Extraction and purification of total RNA from
Streptococcus mutans biofilms. Anal Biochem 365: 208–214.
23. Koo H, Xiao J, Klein MI, Jeon JG (2010) Exopolysaccharides produced by
Streptococcus mutans glucosyltransferases modulate the establishment of microcol-
onies within multispecies biofilms. J Bacteriol 192: 3024–3032.
24. Abranches J, Candella MM, Wen ZT, Baker HV, Burne RA (2006a) Different
roles of EIIABMan and EIIGlc in regulation of energy metabolism, biofilm
development, and competence in Streptococcus mutans. J Bacteriol 188: 3748–56.
25. Shi L, Reid LH, Jones WD, Shippy R, Warrington JA, et al. (2006) The
MicroArray Quality Control (MAQC) project shows inter- and intraplatform
reproducibility of gene expression measurements. Nat Biotechnol 24:
1151–1161.
26. Koo H, Hayacibara MF, Schobel BD, Cury JA, Rosalen PL, et al. (2003)
Inhibition of Streptococcus mutans biofilm accumulation and polysaccharide
production by apigenin and tt-farnesol. J Antimicrob Chemother 52: 782–789.
27. Rice KC, Mann EE, Endres JL, Weiss EC, Cassat JE, et al. (2007) The cidA
murein hydrolase regulator contributes to DNA release and biofilm development
in Staphylococcus aureus. P Natl Acad Sci USA 104: 8113–8118.
28. DiPersio JR, Mattingly SJ, Higgins ML, Shockman GD (1974) Measurement of
intracellular iodophilic polysaccharide in two cariogenic strains of Streptococcus
mutans by cytochemical and chemical methods. Infect Immun 10: 597–604.
29. Galperin MY (2008) Telling bacteria: don not LytTR. Structure 16: 657–659.
30. Ahn SJ, Rice KC, Oleas J, Bayles KW, Burne RA (2010) The Streptococcus
mutans Cid and Lrg Systems Modulate Virulence Traits in Response to Multiple
Environmental Signals. Microbiology. 2010 Jul 29 [Epub ahead of print].
31. Whitchurch CB, Tolker-Nielsen T, Ragas PC, Mattick JS (2002) Extracellular
DNA required for bacterial biofilm formation. Science 295: 1487.
32. Allesen-Holm M, Barken KB, Yang L, Klausen M, Webb JS, et al. (2006) A
characterization of DNA release in Pseudomonas aeruginosa cultures and
biofilms. Mol Microbiol 59: 1114–1128.
33. Campain AC, Morgan MV, Evans RW, Ugoni A, Adams GG, et al. (2003)
Sugar–starch combinations in food and the relationship to dental caries in low-
risk adolescents. Eur J Oral Sci 111: 316–325.
34. Venkitaraman AR, Vacca-Smith AM, Kopec LK, Bowen WH (1995)
Characterization of glucosyltransferase B, GtfC, and GtfD in solution and on
the surface of hydroxyapatite. J Dent Res 74: 1695–1701.
35. Paes Leme AF, Koo H, Bellato CM, Bedi G, Cury JA (2006) The role of sucrose
in cariogenic dental biofilm formation-New insight. J Dent Res 85: 878–887.
36. Perry JA, Cvitkovitch DG, Le ´vesque CM (2009) Cell death in Streptococcus mutans
biofilms: a link between CSP and extracellular DNA. FEMS Microbiol Lett 299:
261–266.
37. Das T, Sharma PK, Busscher HJ, van der Mei HC, Krom BP (2010) Role of
Extracellular DNA in Initial Bacterial Adhesion and Surface Aggregation. Appl
Environ Microbiol 76: 3405–3408.
38. Vroom JM, De Grauw KJ, Gerritsen HC, Bradshaw DJ, Marsh PD, et al. (1999)
Depth penetration and detection of pH gradients in biofilms by two-photon
excitation microscopy. Appl Environ Microbiol 65: 3502–3511.
39. Hunter RC, Beveridge TJ (2005) Application of a pH-sensitive fluoroprobe (C-
SNARF-4) for pH microenvironment analysis in Pseudomonas aeruginosa biofilms.
Appl Environ Microbiol 71: 2501–2510.
40. Ahn SJ, Wen ZT, Burne RA (2007) Effects of oxygen on virulence traits of
Streptococcus mutans. J Bacteriol 189: 8519–8527.
41. Korithoski B, Le ´vesque CM, Cvitkovitch DG (2008) The involvement of the
pyruvate dehydrogenase E1alpha subunit, in Streptococcus mutans acid tolerance.
FEMS Microbiol Lett 289: 13–19.
42. Kleinberg I (1970) Regulation of the acid-base metabolism of the dento-gingival
plaque and its relation to dental caries and periodontal disease. Int Dent J 20:
451–471.
43. Dibdin GH, Shellis RP (1988) Physical and biochemical studies of Streptococcus
mutans sediments suggest new factors linking the cariogenicity of plaque with its
extracellular polysaccharide content. J Dent Res 67: 890–895.
44. Ahn SJ, Ahn SJ, Browngardt CM, Burne RA (2009) Changes in biochemical and
phenotypic properties of Streptococcus mutans during growth with aeration. Appl
Environ Microbiol 75: 2517–2527.
45. Tanzer JM, Freedman ML, Woodiel FN, Eifert RL, Rinehimer LA (1976)
Association of Streptococcus mutans virulence with synthesis of intracellular
polysaccharide. . In: Proceedings in microbiology. Aspects of dental caries
Stiles HM, Loesche WJ, O’Brien TL, eds. Special supplement to Microbiology
Abstracts. London: Information Retrieval, Inc. pp 596–616.
46. Spatafora G, Rohrer K, Barnard D, Michalek S (1995) A Streptococcus mutans
mutant that synthesizes elevated levels of intracellular polysaccharide is
hypercariogenic in vivo. Infect Immun 63: 2556–2563.
47. Loesche WJ, Henry CA (1967) Intracellular microbial polysaccharide produc-
tion and dental caries in a Guatemalan Indian village. Arch Oral Biol 12:
189–194.
48. Koo H (2008) Strategies to enhance the biological effects of fluoride on dental
biofilms. Adv Dent Res 20: 17–21.
49. Abranches J, Lemos JA, Burne RA (2006b) Osmotic stress responses of
Streptococcus mutans UA159. FEMS Microbiol Lett 255: 240–246.
50. Epstein W (2003) The roles and regulation of potassium in bacteria. Prog
Nucleic Acid Res Mol Biol 75: 293–320.
51. Lemos JA, Burne RA (2008) A model of efficiency: stress tolerance by Streptococcus
mutans. Microbiology 154: 3247–3255.
52. Ao Z, Simsek S, Zhang G, Venkatachalam M, Reuhs BL, et al. (2007) Starch
with a slow digestion property produced by altering its chain length, branch
density, and crystalline structure. J Agric Food Chem 55: 4540–4547.
S. mutans Transcriptome
PLoS ONE | www.plosone.org 13 October 2010 | Volume 5 | Issue 10 | e13478